ABSTRACT Bacillus anthracis, the etiologic agent of anthrax, is susceptible to betalactam antibiotics, but few cases of naturally occurring penicillin-resistant strains have been reported. We report the genome sequence of penicillin-resistant strain Bacillus anthracis PCr, isolated from imported bone powder in 1978 in Japan.
FIG 1 (A)
A total of 2,177 core-genome SNPs (11) were analyzed in 12 B. anthracis strains belonging to the B.Br.001/002 lineage, including the penicillin-resistant PCr. The evolutionary tree was inferred using the maximum parsimony method conducted in Molecular Evolutionary Genetics Analysis (MEGA X) (16) ␤-lactamase regulator gene rsiP, producing a 7-base deletion at positions 652 to 658 (Fig. 1B) , which was predicted to result in a truncation of 228 amino acids (aa) in the RsiP protein (Fig. 1C) . Several types of mutations in sigP and rsiP, an extracytoplasmic function sigma factor and its cognate anti-sigma factor gene, have been reported in the genomes of penicillin-resistant B. anthracis strains (13) (14) (15) . The mutation in the PCr strain is likely to be related to its penicillin resistance, and further investigations are warranted.
Data availability. The sequences have been deposited in DDBJ/ENA/NCBI under the accession numbers AP019731 (chromosome), AP019732 (pXO1), and AP019733 (pXO2) for PCr. The raw sequence reads were deposited in the DDBJ Sequence Read Archive (DRA)/NCBI SRA under accession number DRA008501.
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